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SUMMARY

Chromatin regulators have become attractive targets
for cancer therapy, but it is unclear why inhibition of
these ubiquitous regulators should have gene-spe-
cific effects in tumor cells. Here, we investigate how
inhibition of the widely expressed transcriptional
coactivator BRD4 leads to selective inhibition of the
MYC oncogene in multiple myeloma (MM). BRD4
and Mediator were found to co-occupy thousands
of enhancers associated with active genes. They
also co-occupied a small set of exceptionally large
super-enhancers associated with genes that feature
prominently in MM biology, including theMYC onco-
gene. Treatment ofMM tumor cells with the BET-bro-
modomain inhibitor JQ1 led to preferential loss of
BRD4 at super-enhancers and consequent tran-
scription elongation defects that preferentially im-
pacted genes with super-enhancers, including
MYC. Super-enhancers were found at key oncogenic
drivers in many other tumor cells. These observa-
tions have implications for the discovery of cancer
therapeutics directed at components of super-en-
hancers in diverse tumor types.
INTRODUCTION

Chromatin regulators are attractive as therapeutic targets for

cancer because they are deregulated in numerous cancers (Bay-

lin and Jones, 2011; Elsässer et al., 2011; Esteller, 2008; Fein-

berg and Tycko, 2004; You and Jones, 2012) and are amenable

to small-molecule inhibition (Cole, 2008; Dawson and Kouzar-

ides, 2012; Geutjes et al., 2012). Inhibition of some chromatin
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regulators has already proven to be efficacious for treatment of

certain cancers (Issa and Kantarjian, 2009; Marks and Xu,

2009). Most chromatin regulators, however, are expressed in a

broad range of healthy cells and contribute generally to gene

expression, so inhibition of these important genome-associated

proteins might be expected to adversely affect global gene

expression in healthy cells and thus produce highly toxic effects.

Nonetheless, inhibitors of some chromatin regulators, such as

BRD4, have been shown to selectively inhibit transcription of

key oncogenic drivers such as c-MYC (hereafter referred to as

MYC) in multiple tumor types (Dawson et al., 2011; Delmore

et al., 2011; Mertz et al., 2011; Zuber et al., 2011). It is important

to understand how inhibition of a widely expressed, general

regulator such as BRD4 can exert a selective effect on the

expression of a small number of genes in specific cells.

BRD4 is a member of the bromodomain and extraterminal

(BET) subfamily of human bromodomain proteins, which

includes BRDT, BRD2, BRD3, and BRD4. These proteins asso-

ciate with acetylated chromatin and facilitate transcriptional

activation (LeRoy et al., 2008; Rahman et al., 2011). BRD4

was first identified as an interaction partner of the murine Medi-

ator coactivator complex (Jiang et al., 1998) and was subse-

quently shown to associate with Mediator in a variety of human

cells (Dawson et al., 2011; Wu and Chiang, 2007). BRD4 is

involved in the control of transcriptional elongation by RNA

polymerase II (RNA Pol II) through its recruitment of the positive

transcription elongation factor P-TEFb (Jang et al., 2005; Yang

et al., 2005). Almost all human cells express the BRD4 gene,

based on analysis of human tissue expression data across 90

distinct tissue types (human body index - transcriptional

profiling, see Extended Experimental Procedures), and BRD4

is found to be associated with a large population of active genes

in CD4+ T cells (Zhang et al., 2012). It is not yet clear whether the

BRD4 protein is generally involved in the transcription of active

genes in tumor cells or if it is selectively associated with a sub-

set of these genes.
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Two recently developed bromodomain inhibitors, JQ1 and

iBET, selectively bind to the amino-terminal twin bromodomains

of BRD4 (Filippakopoulos et al., 2010; Nicodeme et al., 2010).

These BET inhibitors cause selective repression of the potent

MYC oncogene in a range of tumors, including multiple myeloma

(MM), Burkitt’s lymphoma (BL), acute myeloid leukemia (AML),

and acute lymphoblastic leukemia (ALL) (Dawson et al., 2011;

Delmore et al., 2011; Mertz et al., 2011; Ott et al., 2012; Zuber

et al., 2011). The inhibition ofMYC apparently occurs as a conse-

quence of BRD4 depletion at the enhancers that drive MYC

expression (Delmore et al., 2011). Although BRD4 is widely

expressed in mouse tissues, mice are reasonably tolerant of the

levels of BET bromodomain inhibition that inhibit certain tumors

in mouse models (Dawson et al., 2011; Delmore et al., 2011; Fili-

ppakopoulos et al., 2010; Mertz et al., 2011; Zuber et al., 2011).

The MM cell line (MM1.S) used to study the effects of JQ1 has

an IgH-MYC rearrangement, andMYC gene expression is driven

by factors associated with the IgH enhancer (Dib et al., 2008;

Shou et al., 2000). Enhancers function through cooperative and

synergistic interactions between multiple transcription factors

and coactivators (Carey et al., 1990; Giese et al., 1995; Kim

and Maniatis, 1997; Thanos and Maniatis, 1995). Cooperative

binding and synergistic activation confer increased sensitivity

so that small changes in activator concentration can lead to dra-

matic changes in activator binding and transcription of associ-

ated genes (Carey, 1998). Furthermore, enhancers with large

numbers of transcription factor binding sites can be more sensi-

tive to small changes in factor concentration than those with

smaller numbers of binding sites (Giniger and Ptashne, 1988;

Griggs and Johnston, 1991). This concept led us to postulate

that some features of the IgH enhancer might account for the

selective effect of BRD4 inhibition.

We show here that BRD4 and Mediator are associated with

most active enhancers and promoters in MM1.S tumor cells,

but exceptionally high levels of these cofactors occur at a small

set of large enhancer regions, which we call super-enhancers.

Super-enhancers are associated withMYC and other key genes

that feature prominently in the biology of MM, including many

lineage-specific survival genes. Treatment of MM tumor cells

with the BRD4 inhibitor JQ1 caused a preferential loss of BRD4,

Mediator, and P-TEFb at super-enhancers and caused preferen-

tial loss of transcription at super-enhancer-associated genes,

including the MYC oncogene. Tumor cell addiction to high-level

expression of these oncogenes may then contribute to their

vulnerability to super-enhancer disruption (Chin et al., 1999;

Felsher and Bishop, 1999; Jain et al., 2002; Weinstein, 2002).

We find super-enhancers in additional tumor types, where they

are similarly associatedwith keyoncogenes. Thus, keyoncogene

drivers of tumor cells are regulated by super-enhancers, which

can confer disproportionate sensitivity to loss of the BRD4 coac-

tivator and thus cause selective inhibition of transcription.

RESULTS

BRD4 and Mediator Co-occupy Promoters of Active
Genes in Multiple Myeloma
Transcription factors bind to enhancers and recruit the Mediator

coactivator, which in turn becomes associated with RNA Pol II
at the transcription start site (TSS), thus forming DNA loops

between enhancers and core promoters (Kagey et al., 2010).

BRD4 is known to associate with Mediator in some mammalian

cells (Dawson et al., 2011; Jiang et al., 1998; Wu et al., 2003). To

identify active promoter and enhancer elements and to deter-

mine how BRD4 and Mediator occupy the genome in MM1.S

MM cells, we used chromatin immunoprecipitation coupled to

high-throughput sequencing (chromatin immunoprecipitation

[ChIP]-seq) with antibodies against the Mediator subunit

MED1, BRD4, the enhancer-associated histone modification

H3K27Ac, and the TSS-associated histone modification

H3K4Me3 (Figure 1). ChIP-seq signals for both Mediator and

the histone modification H3K27Ac have previously been shown

to occur at both enhancers and TSSs (Creyghton et al., 2010;

Heintzman et al., 2009; Rada-Iglesias et al., 2011), and

enhancers can be distinguished from TSSs by the absence of

TSS annotation and relatively low levels of H3K4Me3. We found

that BRD4 co-occupied enhancers and TSSs with MED1

throughout the genome (Figures 1A and 1B) and that the levels

of BRD4 andMED1 were strongly correlated (Figure S1 available

online).

To confirm that BRD4 and Mediator are generally associated

with active genes in MM1.S cells, we compared the ChIP-seq

data for these regulators with that for RNA Pol II and the histone

modification H3K4Me3. The levels of BRD4 and Mediator corre-

lated with the levels of RNA Pol II genome wide (Figure 1C). Sig-

nals for BRD4 and Mediator were found together with those for

the histone modification H3K4Me3 and RNA Pol II at �10,000

annotated TSSs, and these were considered active TSSs (Table

S1). Signals for BRD4 and the enhancer-associated histone

modification H3K27Acwere found in�8,000Mediator-occupied

regions either lacking TSSs or extending beyond the immediate

vicinity of the TSS, and these were considered enhancer regions

(Table S2, Data S1, and Extended Experimental Procedures).

Super-Enhancers Are Associated with Key Multiple
Myeloma Genes
Further analysis of the �8,000 enhancer regions revealed that

the MED1 signal at 308 enhancers was significantly greater

than at all other enhancers and promoters (Figures 2A and S2A

and Table S2). These 308 super-enhancers differed from typical

enhancers in both size and Mediator levels (Figure 2B). Remark-

ably,�40%of all enhancer-boundMediator and BRD4 occupied

these 308 super-enhancers. Whereas the typical enhancer had a

median size of 1.3 kb, the super-enhancers had a median size of

19.4 kb. These super-enhancers were thus 15-fold larger than

typical enhancers and were occupied, based on ChIP-seq

signal, by 18-fold more Mediator and 16-fold more BRD4. Simi-

larly high levels of H3K27Acwere observed in these large regions

(Figure 2B). Examples of gene tracks showing super-enhancers

at either end of the spectrum of Mediator occupancy (Figure 2A)

are shown in Figure 2C. The largest super-enhancer was found

associated with the IGLL5 gene, which encodes an immuno-

globulin lambda peptide expressed at high levels in these cells.

We next sought to identify the complete set of MM1.S genes

that aremost likely associated with super-enhancers. Enhancers

tend to loop to and associate with adjacent genes in order to

activate their transcription (Göndör and Ohlsson, 2009; Lelli
Cell 153, 320–334, April 11, 2013 ª2013 Elsevier Inc. 321
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Figure 1. Mediator and BRD4Co-occupy Promoters of Active Genes

in Multiple Myeloma

(A) Gene tracks of MED1, BRD4, H3K27Ac, and H3K4Me3 ChIP-seq

occupancy at the enhancer (left) and promoter (right) of SMARCA4 in

MM1.S MM cells. The x axis shows genomic position, and enhancer-con-

taining regions are depicted with a white box. The y axis shows signal of

ChIP-seq occupancy in units of reads per million mapped reads per base

pair (rpm/bp).

(B) Metagene representation of global MED1, BRD4, H3K27Ac, and H3K4Me3

occupancy at enhancers and promoters. The x axis shows the ±2.5 kb region

flanking either the center of enhancer regions (left) or the TSS of active genes

(right). The y axis shows the average background subtracted ChIP-seq signal

in units of rpm/bp.

322 Cell 153, 320–334, April 11, 2013 ª2013 Elsevier Inc.
et al., 2012; Ong and Corces, 2011; Spitz and Furlong, 2012).

Most of these interactions occur within a distance of �50 kb of

the enhancer (Chepelev et al., 2012). Using a simple proximity

rule, we assigned all transcriptionally active genes (TSSs) to

super-enhancers within a 50 kb window, a method shown to

identify a large proportion of true enhancer/promoter interac-

tions in embryonic stem cells (Dixon et al., 2012). This identified

681 genes associated with super-enhancers (Table S3), and 307

of these had a super-enhancer overlapping a portion of the gene,

as shown for CCND2 in Figure 2C.

Super-enhancer-associated genes were generally expressed

at higher levels than genes with typical enhancers and tended

to be specifically expressed in MM1.S cells (Figure 2D). To test

whether components of super-enhancers confer stronger activ-

ity compared to typical enhancers, we cloned representative

super-enhancer or typical enhancer fragments of similar size

into luciferase reporter constructs and transfected these into

MM1.S cells. Cloned sequence fragments from super-en-

hancers generated 2- to 3-fold higher luciferase activity

compared to typical enhancers of similar size (Figure 2E and

Extended Experimental Procedures). These results are consis-

tent with the notion that super-enhancers help to activate high

levels of transcription of key genes that regulate and enforce

the MM1.S cancer cell state.

The super-enhancer-associated genes included most genes

that have previously been shown to have important roles in

MM biology, including MYC, IRF4, PRDM1/BLIMP-1, and

XBP1 (Figure 3A). MYC is a key oncogenic driver in MM (Chng

et al., 2011; Dib et al., 2008; Holien et al., 2012; Shou et al.,

2000), and the MM1.SMYC locus contains a chromosomal rear-

rangement that places MYC under the control of the IgH

enhancer, which qualifies as a super-enhancer in MM1.S cells.

The IRF4 gene encodes a key plasma cell transcription factor

that is frequently deregulated in MM (Shaffer et al., 2008).

PRDM1/BLIMP-1 encodes a transcription factor that is consid-

ered a master regulator of plasma cell development and is

required for the formation of plasma cell tumors in a mouse

model (Shapiro-Shelef et al., 2003; Turner et al., 1994). XBP1

encodes a basic-region leucine zipper (bZIP) transcription factor

of the CREB-ATF family that governs plasma cell differentiation

(Reimold et al., 2001). XBP1 is frequently overexpressed in

human MM and can drive the development of MM in a mouse

model (Carrasco et al., 2007; Claudio et al., 2002).

Super-enhancers were associatedwithmany additional genes

that have important roles in cancer pathogenesis more generally

(Figure 3B). Cyclin D2 (CCND2) is deregulated in many human

cancers, including MM (Bergsagel et al., 2005; Musgrove et al.,

2011). The PIM1 kinase has been implicated in the biology of

many different cancers (Shah et al., 2008). MCL1 and BCL-xL,

members of the BCL-2 family of apoptosis regulators, are

frequently deregulated in cancer, promoting cell survival and
(C) Median MED1 and BRD4 levels in the ±1 kb region around the TSSs of

actively transcribed genes ranked by increasing RNA Pol II occupancy in

MM1.S cells. Levels are in units of rpm/bp, with the left y axis showing levels of

MED1 and the right y axis showing levels of BRD4. Promoters were binned

(50/bin), and a smoothing function was applied to median levels.

See also Figure S1.
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Figure 2. Super-Enhancers Identified in

Multiple Myeloma

(A) Total MED1 ChIP-seq signal in units of reads

per million in enhancer regions for all enhancers in

MM1.S. Enhancers are ranked by increasing

MED1 ChIP-seq signal.

(B) Metagene representation of global MED1 (red

line) and BRD4 (blue line) occupancy at typical

enhancers and super-enhancers. The x axis

shows the start and end of the enhancer (left) or

super-enhancer (right) regions flanked by ±5 kb of

adjacent sequence. Enhancer and super-

enhancer regions on the x axis are relatively

scaled. The y axis shows the average signal in

units of rpm/bp.

(C) Gene tracks of MED1 (top) and BRD4 (bottom)

ChIP-seq occupancy at the typical enhancer

upstream of TOP1, the super-enhancer down-

stream of IGLL5, the typical enhancer upstream of

SMARCA4, and the super-enhancer overlapping

the CCND2 gene TSS. The x axis shows genomic

position, and super-enhancer-containing regions

are depicted with a gray box. The y axis shows

signal of ChIP-seq occupancy in units of rpm/bp.

(D) Left: box plots of expression values for genes

with proximal typical enhancers (white) or with

proximal super-enhancers (pink). The y axis shows

expression value in Log2 arbitrary units. Right: box

plots of cell-type specificity values for genes with

proximal typical enhancers (white) or with proximal

super-enhancers (purple). The y axis shows the

Z score of the Jensen-Shannon (JS) divergence

statistic for genes, with higher values corre-

sponding to a more cell-type-specific pattern of

expression. Changes between expression levels

are significant (two-tailed Welch’s t test, p < 2 3

10�16), as are changes between cell-type-speci-

ficity levels (two-tailed Welch’s t test, p = 1 3

10�14).

(E) Bar graph depicting luciferase activity of re-

porter constructs containing cloned fragments of

typical enhancers and super-enhancers in MM1.S

cells. 2 kb fragments of three super-enhancers,

IGLL5, DUSP5, and SUB1, and three typical en-

hancers, PDHX, SERPINB8, and TOP1, ranked 1,

129, 227, 2352, 4203, and 4794, respectively, in

terms of MED1 occupancy, were cloned into

reporter plasmids downstream of the luciferase

gene, driven by a minimal MYC promoter. Lucif-

erase activity is represented as fold over empty

vector. Error bars represent SD of triplicate ex-

periments.

See also Figure S2 and Data S1.
chemoresistance (Beroukhim et al., 2010). We conclude that su-

per-enhancers are frequently associated with genes that feature

prominently in the biology of MM and other human cancers.

Inhibition of BRD4 Leads to Displacement of BRD4
Genome Wide
BRD4 interacts with chromatin-associated proteins such as

transcription factors, the Mediator complex, and acetylated his-

tones (Dawson et al., 2011; Dey et al., 2003; Jang et al., 2005;

Jiang et al., 1998; Wu and Chiang, 2007; Wu et al., 2013). Pre-
vious studies have shown that treatment of MM1.S cells with

JQ1 leads to reduced levels of BRD4 at the IgH enhancer

that drives MYC expression (Delmore et al., 2011), but it is

not clear whether such treatment causes a general reduction

in the levels of BRD4 associated with the genome. We found

that treatment of MM1.S cells with 500 nM JQ1 for 6 hr reduced

the levels of BRD4 genome wide by �70% (Figures 4A and 4B).

This reduction in BRD4 occupancy was evident both by inspec-

tion of individual gene tracks (Figure 4C) and through global

analysis of the average effects at enhancers and TSSs
Cell 153, 320–334, April 11, 2013 ª2013 Elsevier Inc. 323
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Figure 3. Super-Enhancers Are Associated with Key Multiple Myeloma Genes
(A and B) Gene tracks of MED1 and BRD4 ChIP-seq occupancy at super-enhancers near genes with important roles in MM biology (A) or genes with important

roles in cancer (B). Super-enhancers are depicted in gray boxes over the gene tracks. The x axis shows genomic position, and super-enhancer-containing regions

are depicted with a gray box. The y axis shows signal of ChIP-seq occupancy in units of rpm/bp.
(Figure 4D). JQ1 treatment led to �60% reduction in BRD4

signal at enhancers and �90% reduction at promoters (Fig-

ure 4D). The reduction in BRD4 was more profound at super-
324 Cell 153, 320–334, April 11, 2013 ª2013 Elsevier Inc.
enhancers such as those associated with IgH-MYC and

CCND2 (Figure 4E), where the loss of BRD4 was nearly com-

plete. We conclude that BET bromodomain inhibition of BRD4
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Figure 4. Inhibition of BRD4 Leads to Loss of BRD4 Genome Wide

(A) Tracks showing BRD4 ChIP-seq occupancy on the 35 Mb right arm of

chromosome 21 after DMSO (top) or 500 nM JQ1 (bottom) treatment. The

chromosome 21 ideogram is displayed above the gene tracks with the relevant

region highlighted in blue. The x axis of the gene tracks shows genomic

position, and the y axis shows BRD4 ChIP-seq signal in units of rpm/bp.
leads to reduced levels of BRD4 at enhancers and promoters

throughout the genome in MM1.S cells.

Transcription of Super-Enhancer-Associated Genes
Is Highly Sensitive to BRD4 Inhibition
Enhancers are formed through cooperative and synergistic bind-

ing of multiple transcription factors and coactivators (Carey,

1998; Carey et al., 1990; Giese et al., 1995; Kim and Maniatis,

1997; Thanos and Maniatis, 1995). As a consequence of this

binding behavior, enhancers bound bymany cooperatively inter-

acting factors lose activity more rapidly than enhancers bound

by fewer factors when the levels of enhancer-bound factors

are reduced (Giniger and Ptashne, 1988; Griggs and Johnston,

1991). The presence of super-enhancers at MYC and other key

genes associated with MM led us to consider the hypothesis

that super-enhancers are more sensitive to reduced levels of

BRD4 than typical enhancers and that genes associated with

super-enhancers might then experience a greater reduction of

transcription than genes with average enhancers when BRD4

is inhibited (Figure 5A).

To test this hypothesis, we first examined the effects of various

concentrations of JQ1 on BRD4 occupancy genome wide (Fig-

ure 5B). JQ1 had little effect on MM1.S cell viability when treated

for 6 hr at these various concentrations, whereas at later time

points, JQ1 had a significant antiproliferative effect (Figure 5C).

As expected, MYC protein levels were significantly depleted by

exposure of MM1.S cells to 50 nM or greater doses of JQ1 for

6 hr (Figure 6D) (Delmore et al., 2011). In contrast, JQ1 did not

affect total BRD4 protein levels within the cells and did not signif-

icantly reduce ChIP efficiency (Figure 5E). When BRD4 occu-

pancy was examined genome wide in cells exposed to

increasing concentrations of JQ1, it was evident that super-en-

hancers showed a greater loss of BRD4 occupancy than typical

enhancer regions (Figure 5F). For example, the IgH super-

enhancer showed significantly greater reduction in BRD4 occu-

pancy in cells treated with 5 nM or 50 nM JQ1 than typical

enhancer regions such as that upstream of SMARCA4 (Fig-

ure 5G). Ultimately, virtually all BRD4 occupancy was lost at

the IgH super-enhancer (97% reduction versus DMSO control)
(B) Box plot showing the distributions of BRD4 ChIP-seq signal at BRD4-en-

riched regions after DMSO (left) or 500 nM JQ1 (right) treatment. BRD4-en-

riched regions were defined in MM1.S cells treated with DMSO. The y axis

shows BRD4 ChIP-seq signal in units of rpm/bp. The loss of BRD4 occupancy

at BRD4-enriched regions after JQ1 is highly significant (p value < 1 3 10�16,

Welch’s t test).

(C) Gene tracks of BRD4 ChIP-seq occupancy at the enhancer (left) and

promoter (right) of SMARCA4 in MM1.S cells after DMSO (top) or 500 nM JQ1

(bottom) treatment for 6 hr. The x axis shows genomic position, and enhancer-

containing regions are depicted with a white box. The y axis shows signal of

ChIP-seq occupancy in units of rpm/bp.

(D) Metagene representation of global BRD4 occupancy at enhancers and

promoters after DMSO (solid line) or 500 nM JQ1 (dotted line) treatment. The

x axis shows the ±2.5 kb region flanking either the center of enhancer regions

(left) or the TSS of active genes. The y axis shows the average background

subtracted ChIP-seq signal in units of rpm/bp.

(E) Gene tracks of BRD4 binding at super-enhancers after DMSO (top) or

500 nM JQ1 (bottom) treatment. The x axis shows genomic position, and

super-enhancer-containing regions are depicted with a gray box. The y axis

shows signal of ChIP-seq occupancy in units of rpm/bp.

Cell 153, 320–334, April 11, 2013 ª2013 Elsevier Inc. 325
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Figure 5. BRD4 Occupancy at Super-Enhancers Is Highly Sensitive to Bromodomain Inhibition

(A) Schematic example of how cooperative interactions of enhancer-associated factors at super-enhancers lead to both higher transcriptional output and

increased sensitivity to factor concentration.

(B) Measuring the effects of various concentrations of JQ1 genome wide on BRD4 occupancy. Schematic depicting the experimental procedure.

(C) Short-term JQ1 treatment (6 hr) has little effect on MM1.S cell viability. JQ1 sensitivity of MM1.S cells by measurement of ATP levels (CellTiterGlo) after 6, 24,

48, and 72 hr of treatment with JQ1 (5, 50, 500, or 5,000 nM) or vehicle (DMSO, 0.05%). Error bars represent the SD of triplicate experiments.

(D) Western blot of relative MYC levels after 6 hr of JQ1 or DMSO treatment.

(E) Western blot of relative BRD4 levels after 6 hr of JQ1 or DMSO treatment. ChIP-western blot of the relative levels of immunoprecipitated BRD4 after 6 hr of JQ1

or DMSO treatment.

(F) Line graph showing the percentage of BRD4 occupancy remaining after 6 hr treatment at various JQ1 concentrations for typical enhancers (gray line) or super-

enhancers (red line). The y axis shows the fraction of BRD4 occupancy remaining versus DMSO. The x axis shows different JQ1 concentrations (DMSO [none],

5 nM, 50 nM, and 500 nM). Error bars represent 95% confidence intervals of the mean (95% CI).

(legend continued on next page)

326 Cell 153, 320–334, April 11, 2013 ª2013 Elsevier Inc.



after treatment with 500 nM JQ1, whereas loss of BRD4 occu-

pancy at the typical enhancer for SMARCA4 was less pro-

nounced (71% reduction versus DMSO control) (Figure 5G).

We next investigated whether genes associated with super-

enhancers might experience a greater reduction of transcription

than genes with average enhancers when BRD4 is inhibited. As

expected, treatment of MM1.S cells with 500 nM JQ1 led to pro-

gressive reduction in global messenger RNA (mRNA) levels over

time (Figures 6A and S3A). Similarly, treatment with increasing

concentrations of JQ1 caused progressive reductions in global

mRNA levels (Figures 6A and S3B). There was a selective deple-

tion of mRNAs from super-enhancer-associated genes that

occurred in both temporal (Figure 6B) and concentration-depen-

dent manners (Figure 6C). Notably, MYC and IRF4 mRNA levels

were more rapidly depleted than other mRNAs that are

expressed at similar levels (Figure 6D). The levels of transcripts

from super-enhancer-associated genes were somewhat more

affected than those from genes that have multiple typical

enhancers bound by BRD4 (Figures S3C and S3D). Thus, BET

bromodomain inhibition preferentially impacts transcription of

super-enhancer-driven genes.

To further test themodel that super-enhancers are responsible

for the special sensitivity to BRD4 inhibition, we transfected

MM1.S cells with luciferase reporter constructs containing

super-enhancer and typical enhancer fragments and examined

the effects of various JQ1 concentrations on luciferase activity.

Upon treatment with JQ1, MM1.S cells transfected with a

super-enhancer reporter experienced agreater reduction in lucif-

erase activity than those transfected with a typical enhancer

reporter (Figure 6E). Interestingly, the dose-response curve ob-

served for luciferase activity of the super-enhancer construct is

consistentwith that expected for enhancers that areboundcoop-

eratively by multiple factors (Figure 5A) (Giniger and Ptashne,

1988; Griggs and Johnston, 1991). These results are also consis-

tent with the model that super-enhancers are responsible for the

special sensitivity of gene transcription to BRD4 inhibition.

BRD4 Inhibition and Transcription Elongation
At active genes, enhancers and core promoters are brought into

close proximity, so factors associated with enhancers can act on

the transcription apparatus in the vicinity of TSSs and thereby

influence initiation or elongation. BRD4 is known to interact

with Mediator and P-TEFb and to be involved in the control of

transcriptional elongation by RNAPol II (Conaway and Conaway,

2011; Dawson et al., 2011; Jang et al., 2005; Krueger et al., 2010;

Rahman et al., 2011; Yang et al., 2005). This suggests that the

preferential loss of BRD4 from super-enhancers might affect

the levels of Mediator and P-TEFb at these sites and, further-

more, that the reduced levels of mRNAs from super-enhancer-

associated genes might be due to an effect on transcription

elongation.

To test these predictions, we carried out ChIP-seq for the

Mediator component MED1 and the catalytic subunit of the
(G) Gene tracks of BRD4 ChIP-seq occupancy after various concentrations o

SMARCA4-associated typical enhancer (right). The x axis shows genomic posit

of ChIP-seq occupancy in units of rpm/bp. The percent of BRD4 remaining aft

tracks.
P-TEFb complex CDK9 in MM1.S cells treated with DMSO or

500 nMJQ1 for 6 hr. In control cells, MED1 andCDK9were found

at enhancers and promoters of active genes throughout the MM

genome, as expected (Figures 1A, 1B, and S3E). In cells treated

with JQ1, reduced levels of MED1 and CDK9 were observed

primarily at enhancers, with the greatest loss at super-enhancers

(Figure 6F). As many super-enhancers span contiguous regions

that encompass or overlap the TSS, we analyzed MED1 and

CDK9 loss in either TSS proximal or TSS distal regions of

super-enhancers and again observed loss of MED1 and CDK9

predominantly at TSS distal regions (Figure S3F). We conclude

that inhibition of BRD4 genomic binding leads to a marked

reduction in the levels of Mediator and P-TEFb at genomic re-

gions distal to TSSs, with the greatest reduction occurring at

super-enhancers.

To determine whether reduced levels of BRD4 lead to changes

in transcription elongation, we quantified changes in transcrip-

tion elongation by performing ChIP-seq of RNA Pol II before

and after treatment of MM1.S cells with 500 nM JQ1. We then

calculated the fold loss of RNA Pol II occupancy in the gene

body regions for all transcriptionally active genes and found

that more than half of these genes show a decrease in elongating

RNA Pol II density after JQ1 treatment (Figure 6G). Importantly,

genes associated with super-enhancers showed a greater

decrease of RNA Pol II in their elongating gene body regions

compared to genes associated with typical enhancers (Figures

6H and S3G). Inspection of individual gene tracks revealed pro-

nounced elongation defects at super-enhancer-associated

genes such asMYC and IRF4, with the greatest effects observed

with MYC (Figures 6I and 6J). Thus, the selective effects of JQ1

on the transcription of MYC and other super-enhancer-associ-

ated genes can be explained, at least in part, by the sensitivity

of super-enhancers to reduced levels of BRD4, which leads to

a pronounced effect on pause release and transcription

elongation.

Super-Enhancers Are Associated with Disease-Critical
Genes in Other Cancers
To map enhancers and to determine whether super-enhancers

occur in additional tumor types, we investigated the ge-

nome-wide occupancy of Mediator (MED1), BRD4, and the

enhancer-associated histone modification H3K27Ac using

ChIP-seq in glioblastoma multiforme (GBM) and small-cell

lung cancer (SCLC) (Figure 7). Mediator (MED1) occupancy

was used to identify enhancer elements because enhancer-

bound transcription factors bind directly to Mediator (Borggrefe

and Yue, 2011; Conaway and Conaway, 2011; Kornberg, 2005;

Malik and Roeder, 2010; Taatjes, 2010) and because it has

proven to produce high-quality evidence for enhancers in

mammalian cells (Kagey et al., 2010). Global occupancy of

BRD4 and H3K27Ac was used as corroborative evidence to

identify enhancer elements (Figure S4 and Table S4). Analysis

of the regions occupied by Mediator revealed that, as in
f JQ1 treatment at the IgH-MYC-associated super-enhancer (left) and the

ion, and gray boxes depict super-enhancer regions. The y axis shows signal

er each concentration of JQ1 treatment is annotated to the right of the gene
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Figure 6. JQ1 Causes Disproportionate Loss of Transcription at Super-Enhancer Genes

(A) Box plots showing the Log2 change in gene expression for all actively transcribed genes in JQ1-treated versus control cells for a time course of cells treated

with 500 nM JQ1 (left) or for a concentration course of cells treated for 6 hr with varying amounts of JQ1 (right). The y axis shows the Log2 change in gene

expression versus untreated control cells (left graph) or control cells treated with DMSO for 6 hr (right graph).

(legend continued on next page)
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MM1.S cells, large genomic domains were occupied by this co-

activator in both GBM and SCLC (Figures 7A, 7B, 7D, and 7E).

The median super-enhancer was 30 kb in GBM cells and 11

kb in SCLC cells (Figures 7B and 7E). As in MM1.S cells, these

GBM and SCLC super-enhancers were an order or magnitude

larger and showed a commensurate increase in MED1, BRD4,

and H3K27Ac levels when compared to normal enhancers (Fig-

ures 7B and 7E).

The super-enhancers in GBM and SCLC were found to be

associated with many well-known tumor-associated genes (Fig-

ures 7C and 7F and Table S5). In GBM, super-enhancers were

associated with genes encoding three transcription factors

(RUNX1, FOSL2, and BHLHE40) critical for mesenchymal trans-

formation of brain tumors (Carro et al., 2010); the super-en-

hancers associated with BHLHE40 are shown in Figure 7C.

BCL3, which associates with NF-kB and is deregulated in

many blood and solid tumor types, is associated with a super-

enhancer in GBM (Figure 7C) (Maldonado and Melendez-Zajgla,

2011). In SCLC, a super-enhancer is associated with the INSM1

gene, which encodes a transcription factor involved in neuronal

development that is highly expressed in neuroendocrine tissue

and tumors such as SCLC (Figure 7F) (Pedersen et al., 2003).

A super-enhancer is also associated with the ID2 gene, which

is highly expressed in SCLCs and encodes a protein that inter-

acts with the well-known retinoblastoma tumor suppressor (Fig-

ure 7F) (Pedersen et al., 2003; Perk et al., 2005). These results

indicate that super-enhancers are likely to associate with critical

tumor oncogenes in diverse tumor types.

DISCUSSION

Chromatin regulators have become attractive targets for cancer

therapy, but many of these regulators are expressed in a broad

range of healthy cells and contribute generally to gene expres-

sion. Thus, it is unclear how inhibition of a global chromatin regu-

lator such as BRD4 might produce selective effects, such as at

the MYC oncogene (Delmore et al., 2011). We have found that

key regulators of tumor cell state in MM1.S cells are associated

with large enhancer domains, characterized by disproportion-
(B and C) Line graph showing the Log2 change in gene expression versus control

associated with typical enhancers (gray line) or genes associated with super-enh

treated versus untreated control cells. The x axis shows time of 500 nM JQ1 trea

confidence intervals of the mean (95% CI).

(D) Graph showing the Log2 change in gene expression after JQ1 treatment over

represents a single gene, with the MYC and IRF4 genes drawn in red. The y axis

control cells. The x axis shows time of 500 nM JQ1 treatment.

(E) Line graph showing luciferase activity after JQ1 treatment at various concent

IGLL5 super-enhancer (red line) or the PDHX typical enhancer (gray line). The y ax

concentrations. Error bars are SEM.

(F) Bar graphs showing the percentage loss of either MED1 (top, red) or CDK9 (bo

represent 95% CI.

(G) Graph of loss of RNA Pol II density in the elongating gene body region for all tr

Genes are ordered by decrease in elongating RNA Pol II in units of Log2 fold los

shaded in green (loss) or red (gain). The amount of RNA Pol II loss is indicated fo

(H) Bar graph showing the Log2 fold change in RNA Pol II density in elongating

enhancers (left, gray) or genes with super-enhancers (red, right). Error bars repre

(I and J) Gene tracks of RNA Pol II ChIP-seq occupancy after DMSO (black) or 500

gene (J). The y axis shows signal of ChIP-seq occupancy in units of rpm/bp.

See also Figure S3.
ately high levels of BRD4 and Mediator. These super-enhancers

are more sensitive to perturbation than typical enhancers, and

the expression of the genes associated with super-enhancers

is preferentially affected. Thus, the preferential loss of BRD4 at

super-enhancers associated with the MYC oncogene and other

key tumor-associated genes can explain the gene-selective

effects of JQ1 treatment in these cells.

BRD4 is an excellent example of a chromatin regulator that is

expressed in a broad range of healthy cells and contributes

generally to gene expression. Most cell types for which RNA-seq

data are available express the BRD4 gene. ChIP-seq data

revealed that BRD4 generally occupies the enhancer and pro-

moter elements of active genes with the Mediator coactivator

in MM1.S cells (Figure 1). These results eliminate the model

that BRD4 is exclusively associated with a small set of genes

that are thereby rendered inactive by the BRD4 inhibitor JQ1

and instead suggest that the gene-specific effects of the small

molecule have other causes.

We have found that �3% of the enhancers in MM1.S cells are

exceptionally large and are occupied by remarkably high

amounts of BRD4 and Mediator. These super-enhancers are

generally an order of magnitude larger and contain an order of

magnitude more BRD4, Mediator, and histonemarks associated

with enhancers (H3K27Ac) than typical enhancers. Our results

suggest that super-enhancers are collections of closely spaced

enhancers that can collectively facilitate high levels of transcrip-

tion from adjacent genes. Importantly, the super-enhancers are

associated with the MYC oncogene and additional genes such

as IGLL5, IRF4, PRDM1/BLIMP-1, and XBP1 that feature prom-

inently in MM biology.

Cooperative and synergistic binding of multiple transcription

factors and coactivators occurs at enhancers. Enhancers bound

by many cooperatively interacting factors can lose activity more

rapidly than enhancers bound by fewer factors when the levels of

enhancer-bound factors are reduced (Giniger and Ptashne,

1988; Griggs and Johnston, 1991). The presence of super-en-

hancers at MYC and other key genes associated with MM led

us to test the hypothesis that super-enhancers are more sensi-

tive to reduced levels of BRD4 than average enhancers. We
cells after JQ1 treatment in a time- (B) or dose (C)-dependent manner for genes

ancers (red line). The y axis shows the Log2 change in gene expression of JQ1

tment (B) or JQ1 treatment concentration at 6 hr (C). Error bars represent 95%

time for genes ranked in the top 10% of expression in MM1.S cells. Each line

shows the Log2 change in gene expression of JQ1-treated versus untreated

rations for luciferase reporter constructs containing either a fragment from the

is represents relative luciferase activity in arbitrary units. The x axis shows JQ1

ttom, green) at promoters, typical enhancers, and super-enhancers. Error bars

anscriptionally active genes in MM1.S cells after 6 hr of 500 nM JQ1 treatment.

s. Genes with a greater than 0.5 Log2 fold change in elongating RNA Pol II are

r select genes.

gene body regions after 6 hr of 500 nM JQ1 treatment for genes with typical

sent 95% confidence intervals of the mean (95% CI).

nM JQ1 treatment (red) at the super-enhancer proximalMYC gene (I) and IRF4
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found that treatment of these tumor cells with the BET-bromodo-

main inhibitor JQ1 leads to preferential loss of BRD4 at super-en-

hancers. In addition, this decrease in BRD4 occupancy is

accompanied by a corresponding loss of MED1 and CDK9 at

super-enhancers. Consequent transcription elongation defects

and mRNA decreases preferentially impact super-enhancer-

associated genes, with an especially profound effect at the

MYC oncogene.

Super-enhancers are not restricted toMMcells.We have iden-

tified super-enhancers in two additional tumor types, small-cell

lung cancer and glioblastoma multiforme. Super-enhancers

identified in these cell types have characteristics similar to those

found in MM1.S; they span large genomic regions and contain

exceptional amounts of Mediator and BRD4. These super-

enhancers are also associated with important tumor genes in

both cell types. In GBM cells, BHLHE40 and BCL3 are known

to be important in tumor biology and are each associated with

super-enhancers in this cell type. In H2171 SCLC cells, super-

enhancers are associated with INSM1 and ID2, which are

frequently overexpressed in SCLC. In fact, super-enhancers

are not restricted to tumor cells and have been identified in

several additional cell types in which they similarly associate

with key cell identity genes (Whyte et al., 2013 [this issue ofCell]).

Our results demonstrate that super-enhancers occupied by

BRD4 regulate critical oncogenic drivers in MM and show that

BRD4 inhibition leads to preferential disruption of these super-

enhancers. This insight into the mechanism by which BRD4 inhi-

bition causes selective loss of oncogene expression in this highly

malignant blood cancer may have implications for future drug

development in oncology. Tumor cells frequently become

addicted to oncogenes, thus becoming unusually reliant on

high-level expression of these genes (Cheung et al., 2011; Chin

et al., 1999; Felsher and Bishop, 1999; Garraway and Sellers,

2006; Garraway et al., 2005; Jain et al., 2002; Weinstein, 2002).

Thus, preferential disruption of super-enhancer function may

be a general approach to selectively inhibiting the oncogenic

drivers of many tumor cells.

EXPERIMENTAL PROCEDURES

Cell Culture

MM1.S MM cells (CRL-2974 ATCC) and U-87 MG glioblastoma cells (HTB-14

ATCC) were purchased from ATCC. H2171 small-cell lung carcinoma cells

(CRL-5929 ATCC) were kindly provided by John Minna, UT Southwestern.

MM1.S and H2171 cells were propagated in RPMI-1640 supplemented with

10% fetal bovine serum and 1% GlutaMAX (Invitrogen, 35050-061). U-87

MG cells were cultured in Eagle’s minimum essential medium (EMEM) modi-

fied to contain Earle’s Balanced Salt Solution, nonessential amino acids,

2 mM L-glutamine, 1 mM sodium pyruvate, and 1,500 mg/l sodium bicarbon-

ate. Cells were grown at 37�C and 5% CO2.
Figure 7. Super-Enhancers Are Associated with Key Genes in Other C

(A and D) Total MED1 ChIP-seq signal in units of reads per million in enhancer reg

H2171. Enhancers are ranked by increasing MED1 ChIP-seq signal.

(B and E) Metagene representation of global MED1 and BRD4 occupancy at (B) ty

super-enhancers. The x axis shows the start and end of the enhancer (left) or supe

super-enhancer regions on the x axis are relatively scaled. The y axis shows the

(C and F) Gene tracks of MED1 and BRD4 ChIP-seq occupancy at (C) super-en

(F) super-enhancers near INSM1 and ID2, genes with important roles in SCLC. S

See also Figure S4.
For JQ1 treatment experiments, cells were resuspended in fresh media con-

taining JQ1 (5 nM, 50 nM, 500 nM, and 5,000 nM) or vehicle (DMSO, 0.05%)

and treated for a duration of 6 hr, unless otherwise indicated.

ChIP-Seq

ChIPwas carried out as described in Lin et al. (2012). Additional details are pro-

vided in Extended Experimental Procedures. Antibodies used are as follows:

total RNA Pol II (Rpb1 N terminus), Santa Cruz sc-899 lot K0111; MED1, Bethyl

Labs A300-793A lot A300-793A-2; BRD4, Bethyl Labs A301-985A lot A301-

985A-1; CDK9, Santa Cruz Biotechnology sc-484, lot D1612. ChIP-seq data

sets of H3K4Me3 and H3K27Ac in MM1.S and MED1 and H3K27Ac in U-87

MG and H2171 were previously published (Lin et al., 2012).

Luciferase Reporter Assays

A minimal Myc promoter was amplified from human genomic DNA and cloned

into the SacI and HindIII sites of the pGL3 basic vector (Promega). Enhancer

fragments were likewise amplified from human genomic DNA and cloned

into the BamHI and SalI sites of the pGL3-pMyc vector. All cloning primers

are listed in Table S6. Constructs were transfected into MM1.S cells using

Lipofectamine 2000 (Invitrogen). The pRL-SV40 plasmid (Promega) was co-

transfected as a normalization control. Cells were incubated for 24 hr, and

luciferase activity was measured using the Dual-Luciferase Reporter Assay

System (Promega). For the JQ1 concentration course, cells were resuspended

in freshmedia containing various concentrations of JQ1 24 hr after transfection

and were incubated for an additional 6 hr before harvesting. Luminescence

measurements were made using the Dual-Luciferase Reporter Assay System

(Promega) on a Wallac EnVision (Perkin Elmer) plate reader.

Cell Viability Assays

Cell viability was measured using the CellTiterGlo assay kit (Promega, G7571).

MM1.S cells were resuspended in fresh media containing JQ1 (5 nM, 50 nM,

500 nM, and 1,000 nM) or vehicle (DMSO, 0.05%) and then plated in 96-well

plates at 10,000 cells/well in a volume of 100 ml. Viability was measured after

6, 24, 48, and 72 hr incubations by addition of CellTiter Glo reagent and lumi-

nescence measurement on a Tecan Safire2 plate reader.

Western Blotting

Western blots were carried out using standard protocols. Antibodies used are

as follows: c-Myc (Epitomics, category: 1472-1), BRD4 (Epitomics, category:

5716-1) or b-actin (Sigma, clone AC-15, A5441).

Data Analysis

All ChIP-seq data sets were aligned using Bowtie (version 0.12.9) (Langmead

et al., 2009) to build version NCBI36/HG18 of the human genome. Individual

data set GEO accession IDs and background data sets used can be found

in Table S7.

ChIP-seq read densities in genomic regions were calculated as in Lin et al.

(2012). We used the MACS version 1.4.2 (model-based analysis of ChIP-seq)

(Zhang et al., 2008) peak finding algorithm to identify regions of ChIP-seq

enrichment over background. A p value threshold of enrichment of 1 3 10�9

was used for all data sets.

Active enhancers were defined as regions of ChIP-seq enrichment for the

mediator complex component MED1 outside of promoters (e.g., a region not

contained within ±2.5 kb region flanking the promoter). In order to accurately

capture dense clusters of enhancers, we allowed MED1 regions within 12.5 kb

of one another to be stitched together. To identify super-enhancers, we first
ancers

ions for all enhancers in (A) the GBM cell line U-87 MG or (D) the SCLC cell line

pical GMB enhancers and super-enhancers or (E) typical SCLC enhancers and

r-enhancer (right) regions flanked by ±5 kb of adjacent sequence. Enhancer and

average signal in units of rpm/bp.

hancers near BHLHE40 and BCL3, genes with important roles in GBM, or at

uper-enhancers are depicted in gray boxes over the gene tracks.
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ranked all enhancers by increasing total background subtracted ChIP-seq-

occupancy of MED1 (x axis) and plotted the total background subtracted

ChIP-seq occupancy of MED1 in units of total rpm (y axis). This representation

revealed a clear inflection point in the distribution of MED1 at enhancers. We

geometrically defined the inflection point and used it to establish the cutoff

for super-enhancers (see Extended Experimental Procedures).

ACCESSION NUMBERS

The GEO accession number for the ChIP-seq and gene expression data

reported in this paper is GSE44931 (http://www.ncbi.nlm.nih.gov/geo/).

SUPPLEMENTAL INFORMATION

Supplemental Information includes Extended Experimental Procedures, four

figures, one data file, and seven tables and can be found with this article online

at http://dx.doi.org/10.1016/j.cell.2013.03.036.
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Nadeem, V., Cukerman, E., Francisco-Pabalan, O., Liew, C.C., et al. (2002).

A molecular compendium of genes expressed in multiple myeloma. Blood

100, 2175–2186.

Cole, P.A. (2008). Chemical probes for histone-modifying enzymes. Nat.

Chem. Biol. 4, 590–597.

Conaway, R.C., and Conaway, J.W. (2011). Function and regulation of the

Mediator complex. Curr. Opin. Genet. Dev. 21, 225–230.

Creyghton, M.P., Cheng, A.W., Welstead, G.G., Kooistra, T., Carey, B.W.,

Steine, E.J., Hanna, J., Lodato, M.A., Frampton, G.M., Sharp, P.A., et al.

(2010). Histone H3K27ac separates active from poised enhancers and pre-

dicts developmental state. Proc. Natl. Acad. Sci. USA 107, 21931–21936.

Dawson, M.A., and Kouzarides, T. (2012). Cancer epigenetics: from mecha-

nism to therapy. Cell 150, 12–27.

Dawson, M.A., Prinjha, R.K., Dittmann, A., Giotopoulos, G., Bantscheff, M.,

Chan, W.I., Robson, S.C., Chung, C.W., Hopf, C., Savitski, M.M., et al.

(2011). Inhibition of BET recruitment to chromatin as an effective treatment

for MLL-fusion leukaemia. Nature 478, 529–533.

Delmore, J.E., Issa, G.C., Lemieux, M.E., Rahl, P.B., Shi, J., Jacobs, H.M.,

Kastritis, E., Gilpatrick, T., Paranal, R.M., Qi, J., et al. (2011). BET bromodo-

main inhibition as a therapeutic strategy to target c-Myc. Cell 146, 904–917.

Dey, A., Chitsaz, F., Abbasi, A., Misteli, T., and Ozato, K. (2003). The double

bromodomain protein Brd4 binds to acetylated chromatin during interphase

and mitosis. Proc. Natl. Acad. Sci. USA 100, 8758–8763.

Dib, A., Gabrea, A., Glebov, O.K., Bergsagel, P.L., and Kuehl, W.M. (2008).

Characterization of MYC translocations in multiple myeloma cell lines.

J. Natl. Cancer Inst. Monogr. 39, 25–31.

Dixon, J.R., Selvaraj, S., Yue, F., Kim, A., Li, Y., Shen, Y., Hu, M., Liu, J.S., and

Ren, B. (2012). Topological domains in mammalian genomes identified by

analysis of chromatin interactions. Nature 485, 376–380.
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Supplemental Information

EXTENDED EXPERIMENTAL PROCEDURES

Cell Culture
MM1.S MM cells (CRL-2974 ATCC) and U-87 MG glioblastoma cells (HTB-14 ATCC) were purchased from ATCC. H2171 small

cell lung carcinoma cells (CRL-5929 ATCC) were kindly provided by John Minna, UT Southwestern. MM1.S and H2171 cells

were propagated in RPMI-1640 supplemented with 10% fetal bovine serum and 1% GlutaMAX (Invitrogen, 35050-061). U-87

MG cells were cultured in Eagle’s Minimum Essential Medium (EMEM) modified to contain Earles Balanced Salt Solution, nones-

sential amino acids, 2 mM L-glutamine, 1 mM sodium pyruvate, and 1,500 mg/l sodium bicarbonate. Cells were grown at 37�C
and 5% CO2.

JQ1 was kindly provided by James Bradner, Dana Farber Cancer Institute. For JQ1 dose dependence experiments, cells were re-

suspended in fresh media containing JQ1 (5 nM, 50 nM, 500 nM, 5,000 nM) or vehicle (DMSO, 0.05%) for a duration of 6 hr, unless

otherwise indicated. For JQ1 time course experiments, cells were resuspended in fresh media containing 500 nM JQ1 and sampled

at various time points.

Chromatin Immunoprecipitation
Cells were crosslinked for 10min at room temperature by the addition of one-tenth of the volume of 11% formaldehyde solution (11%

formaldehyde, 50mMHEPES pH 7.3, 100mMNaCl, 1mMEDTA pH 8.0, 0.5mMEGTA pH 8.0) to the growthmedia followed by 5min

quenching with 100 mM glycine. Cells were washed twice with PBS, then the supernatant was aspirated and the cell pellet was flash

frozen in liquid nitrogen. Frozen crosslinked cells were stored at �80�C. 100ul of Dynal magnetic beads (Sigma) were blocked with

0.5% BSA (w/v) in PBS. Magnetic beads were bound with 10 mg of the indicated antibody.

For BRD4 occupied genomic regions, we performed ChIP-Seq experiments using a Bethyl Laboratories (A301-985A, lot A301-

985A-1) antibody. The affinity purified antibody was raised in rabbit against an epitope corresponding to amino acids 1312-1362

of human BRD4. Antibody specificity was previously determined (Dawson et al., 2011). For MED1 (CRSP1/TRAP220) occupied

genomic regions, we performed ChIP-Seq experiments using a Bethyl Laboratories (A300-793A, lot A300-783A) antibody. The affin-

ity purified antibody was raised in rabbit against an epitope corresponding to amino acids 1523-1581 mapping at the C terminus of

human MED1. For CDK9 occupied genomic regions, we performed ChIP-Seq experiments using a Santa Cruz Biotechnology (sc-

484, lot D1612) antibody. For RNA polymerase II occupied genomic regions, we performed ChIP-Seq experiments using a Santa

Cruz Biotechnology (sc-899, lot K0111) antibody. The affinity purified antibody was raised in rabbit against an epitope mapping to

the N-terminus of murine RBP1, the largest subunit of RNA Pol II.

For MM1.S, crosslinked cells were lysed with lysis buffer 1 (50 mMHEPES pH 7.3, 140mMNaCl, 1 mMEDTA, 10% glycerol, 0.5%

NP-40, and 0.25% Triton X-100) and resuspended and sonicated in sonication buffer (20 mM Tris-HCl pH 8.0, 150 mM NaCl, 2 mM

EDTA pH 8.0, 0.1% SDS, and 1% Triton X-100). Cells were sonicated for 10 cycles at 30 s each on ice (18-21 W) with 60 s on ice

between cycles. Sonicated lysates were cleared and incubated overnight at 4�Cwith magnetic beads bound with antibody to enrich

for DNA fragments bound by the indicated factor. Beads were washed two times with sonication buffer, one time with sonication

buffer with 500 mM NaCl, one time with LiCl wash buffer (10 mM Tris pH 8.0, 1 mM EDTA, 250 mM LiCl, 1% NP-40,) and one

time with TE with 50 mMNaCl. DNA was eluted in elution buffer (50 mM Tris-HCL pH 8.0, 10 mM EDTA, 1% SDS). Cross-links

were reversed overnight. RNA and protein were digested using RNase A and Proteinase K, respectively and DNA was purified

with phenol chloroform extraction and ethanol precipitation.

For BRD4 ChIPs in U-87 MG and H2171, crosslinked cells were lysed with lysis buffer 1 (50 mM HEPES [pH 7.3], 140 mM NaCl,

1 mM EDTA, 10% glycerol, 0.5% NP-40, and 0.25% Triton X-100) and washed with lysis buffer 2 (10 mM Tris-HCl [pH 8.0], 200 mM

NaCl, 1 mM EDTA [pH 8.0] and 0.5 mM EGTA [pH 8.0]). Cells were resuspended and sonicated in sonication buffer (50 mM Tris-HCl

[pH 7.5], 140mMNaCl, 1 mMEDTA, 1mMEGTA, 1% Triton X-100, 0.1%SDS) for nine cycles at 30 s each on ice (18–21W) with 60 s

on ice between cycles. Sonicated lysates were cleared and incubated overnight at 4�C with magnetic beads bound with antibody to

enrich for DNA fragments bound by the indicated factor. Beads were washed three times with sonication buffer, one time with

sonication buffer with 500 mM NaCl, one time with LiCl wash buffer (20 mM Tris [pH 8.0], 1 mM EDTA, 250 mM LiCl, 0.5% NP-

40, 0.5% Na-deoxycholate) and one time with TE. DNA was eluted in elution buffer. Crosslinks were reversed overnight. RNA and

protein were digested using RNase A and Proteinase K, respectively and DNA was purified with phenol chloroform extraction and

ethanol precipitation.

ChIP-Seq data sets of H3K4Me3 and H3K27Ac in MM1.S, and MED1 and H3K27Ac in U-87 MG and H2171 were previously pub-

lished (Lin et al., 2012).

Illumina Sequencing and Library Generation
Purified ChIP DNA was used to prepare Illumina multiplexed sequencing libraries. Libraries for Illumina sequencing were prepared

following the Illumina TruSeq DNA Sample Preparation v2 kit protocol with the following exceptions. After end-repair and A-tailing,

Immunoprecipitated DNA (�10-50 ng) or Whole Cell Extract DNA (50 ng) was ligated to a 1:50 dilution of Illumina Adaptor Oligo

Mix assigning one of 24 unique indexes in the kit to each sample. Following ligation, libraries were amplified by 18 cycles of PCR

using the HiFi NGS Library Amplification kit from KAPA Biosystems. Amplified libraries were then size-selected using a 2%

gel cassette in the Pippin Prep system from Sage Science set to capture fragments between 200 and 400 bp. Libraries were
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quantified by qPCR using the KAPA Biosystems Illumina Library Quantification kit according to kit protocols. Libraries with distinct

TruSeq indexes were multiplexed by mixing at equimolar ratios and running together in a lane on the Illumina HiSeq 2000 for 40

bases in single read mode.

Luciferase Reporter Assays
Aminimal Myc promoter was amplified from human genomic DNA and cloned into the SacI and HindIII sites of the pGL3 basic vector

(Promega). Enhancer fragments were likewise amplified from human genomic DNA and cloned into the BamHI and SalI sites of the

pGL3-pMyc vector. All cloning primers are listed in Table S6. Constructswere transfected intoMM1.S cells using Lipofectamine 2000

(Invitrogen). The pRL-SV40 plasmid (Promega) was cotransfected as a normalization control. Cells were incubated for 24 hr, and

luciferase activity was measured using the Dual-Luciferase Reporter Assay System (Promega). For the JQ1 concentration course,

cells were resuspended in fresh media containing various concentrations of JQ1 24 hr after transfection, and incubated for an addi-

tional 6 hr before harvesting. Luminescencemeasurements weremade using the Dual-Luciferase Reporter Assay System (Promega)

on a Wallac EnVision (Perkin Elmer) plate reader.

Cell Viability Assays
Cell viability was measured using the CellTiterGlo Assay kit (Promega, G7571). MM1.S cells were resuspended in fresh media con-

taining JQ1 (5 nM, 50 nM, 500 nM, 5,000 nM) or vehicle (DMSO, 0.05%), then plated in 96-well plates at 10,000 cells/well in a volume

of 100uL. Viability was measured after 6, 24, 48 and 72 hr incubations by addition of CellTiter Glo reagent and luminescence mea-

surement on a Tecan Safire2 plate reader.

Western Blotting
Total cell lysates for immunoblotting were prepared by pelleting 1x106 cells from each cell line at 4�C (1,200 rpm) for 5 min using a

Sorvall Legend centrifuge (Thermo Fisher Scientific). After collecting the cells the pellets were washed 1X with ice-cold 1X PBS and

the pellet after the final wash was resuspended in RIPA lysis buffer (Sigma, R0278) containing 150 mM NaCl, 1.0% IGEPAL CA-630,

0.5% sodium deoxycholate, 0.1% SDS, 50 mM Tris [pH 8.0], 2X Halt Protease inhibitors (Pierce, Thermo Fisher Scientific), and 2X

Phosphatase inhibitor cocktail 2 (Sigma, P5726) and 3 (Sigma, P0044). Total protein lysates were collected and snap-frozen in liquid

nitrogen before being stored at�80�C. Protein concentrations were determined by using the Bradford protein assay (Bio-Rad, #500-

0006). Total cell lysates were loaded per well onto NuPAGE NOVEX 4%–12% Bis-Tris Mini Gel (Invitrogen, Carlsbad, CA) and sepa-

rated by electrophoreses at 200 V for 1 hr. The gels were then transferred onto a PVDF membrane (Immobilon-P; Millipore, Billerica,

MA) by semi-dry transfer system (TransBlot SD; Bio-Rad) and blocked by incubation with 5% dry milk in TBST (TBS with 0.2%

Tween-20). Membranes were probed using antibodies raised against c-Myc (Epitomics, category: 1472-1), BRD4 (Epitomics, cate-

gory: 5716-1) or b-Actin (Sigma, clone AC-15, A5441). Chemiluminescent detection was performed with appropriate secondary an-

tibodies and developed using high-resolution BioMax MR film (Kodak, category: 870 13012).

RNA Extraction and Synthetic RNA Spike-In
Total RNA and sample preparation was preformed as previously described (Lovén et al., 2012). Briefly, MM1.S cells were incubated

in JQ1-containing media (5 nM, 50 nM, 500 nM, 5,000 nM) or vehicle (DMSO, 0.05%) for a duration of 6 hr. Cell numbers were deter-

mined bymanually counting cells using C-Chip disposable hemocytometers (Digital Bio, DHC-N01) prior to lysis and RNA extraction.

Biological duplicates (equivalent to ten million cells per replicate) were subsequently collected and homogenized in 1 ml of TRIzol

Reagent (Life Technologies, 15596-026), purified using the mirVANA miRNA isolation kit (Ambion, AM1560) following the manufac-

turer’s instructions and re-suspended in 100 ml nuclease-free water (Ambion, AM9938). Total RNA was spiked-in with ERCC RNA

Spike-In Mix (Ambion, 4456740), treated with DNA-freeTM DNase I (Ambion, AM1906) and analyzed on Agilent 2100 Bioanalyzer

for integrity. RNA with the RNA Integrity Number (RIN) above 9.8 was hybridized to GeneChip PrimeView Human Gene Expression

Arrays (Affymetrix).

Microarray Sample Preparation and Analysis
For microarray analysis, 100 ng of total RNA containing ERCC RNA Spike-In Mix (see above) was used to prepare biotinylated

aRNA (cRNA) according to the manufacturer’s protocol (30 IVT Express Kit, Affymetrix 901228). GeneChip arrays (Primeview,

Affymetrix 901837) were hybridized and scanned according to standard Affymetrix protocols. All samples were processed in

technical duplicate. Images were extracted with Affymetrix GeneChip Command Console (AGCC), and analyzed using GeneChip

Expression Console. A Primeview CDF that included probe information for the ERCC controls, provided by Affymetrix, was

used to generate .CEL files. We processed the CEL files using standard tools available within the affy package in R. The CEL

files were processed with the expresso command to convert the raw probe intensities to probeset expression values. The pa-

rameters of the expresso command were set to generate Affymetrix MAS5-normalized probeset values. We used a loess regres-

sion to re-normalize these MAS5 normalized probeset values, using only the spike-in probesets to fit the loess. The affy package

provides a function, loess.normalize, which will perform loess regression on a matrix of values (defined using the parameter mat)

and allows for the user to specify which subset of data to use when fitting the loess (defined using the parameter subset, see

the affy package documentation for further details). For this application the parameters mat and subset were set as the
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MAS5-normalized values and the row-indices of the ERCC control probesets, respectively. The default settings for all other pa-

rameters were used. The result of this was a matrix of expression values normalized to the control ERCC probes. The probeset

values from the duplicates were averaged together and the Log2 fold change comparing the control to the JQ1 treated samples

are shown. Spike-in normalized gene expression tables can be found online associated with the GEO Accession ID GSE44929

(www.ncbi.nlm.nih.gov/geo/).

Data Analysis
Accessing Data Generated in This Manuscript

All ChIP-Seq and expression data generated in this manuscript can be found online associated with GEO Accession ID GSE44931

(www.ncbi.nlm.nih.gov/geo/).

Gene Sets and Annotations

All analysis was performed using RefSeq (NCBI36/HG18) (Pruitt et al., 2007) human gene annotations.

BRD4 Expression in Human Tissues

Processed gene expression values for 90 distinct normal tissues were retrieved from the Human Body Index (GSE7307). BRD4

expression values were calculated by averaging expression values for three distinct probes that aligned to the sense strand of

the BRD4 transcript. Since in any given tissue, approximately 50% of all genes are expressed (Ramsköld et al., 2009), we classified

BRD4 as expressed in a given tissue if the average expression values of its probes was greater than the median expressed probe in

the respective tissue. Using this metric, BRD4 was determined to be expressed in 95% of all human tissues.

ChIP-Seq Data Processing

All ChIP-Seq data sets were aligned using Bowtie (version 0.12.9) (Langmead et al., 2009) to build version NCBI36/HG18 of the hu-

man genome. Alignments were performed using the following criteria: -n2, -e70, -m1, -k1,–best. These criteria preserved only reads

that mapped uniquely to the genomewith 1 or fewer mismatches. Aligned and raw data can be found online associated with the GEO

Accession ID GSE42355 (www.ncbi.nlm.nih.gov/geo/).

Calculating Read Density

We developed a simple method to calculate the normalized read density of a ChIP-Seq data set in any region (Lin et al., 2012). ChIP-

Seq reads aligning to the region were extended by 200bp and the density of reads per basepair (bp) was calculated. In order to elim-

inatePCRbias,multiple readsof theexact samesequencealigning toa singlepositionwerecollapsed intoa single read.Onlypositions

with at least 2 overlappingextended readscontributed to theoverall regiondensity. Thedensity of reads in each regionwasnormalized

to the total number of million mapped reads producing read density in units of reads per million mapped reads per bp (rpm/bp).

Identifying ChIP-Seq-Enriched Regions

We used theMACS version 1.4.2 (Model based analysis of ChIP-Seq) (Zhang et al., 2008) peak finding algorithm to identify regions of

ChIP-Seq enrichment over background. A p value threshold of enrichment of 1e-9 was used for all data sets. The GEO accession

number and background used for each data set can be found in the accompanying supplemental file (Table S6).

Defining Actively Transcribed Genes

In MM1.S and U-87 MG cells, a gene was defined as actively transcribed if enriched regions for H3K4me3, RNA Polymerase II (RNA

Pol II), BRD4, and Mediator were located within ± 5kb of the TSS. In H2171 cells, a gene was defined as actively transcribed if en-

riched regions for H3K4me3, RNA Polymerase II (RNA Pol II), and BRD4,were located within ± 5kb of the TSS. Mediator was omitted

in H2171 transcribed gene definitions due to the lower numbers of enriched regions for the factor. H3K4me3 is a histonemodification

associated with transcription initiation (Guenther et al., 2007) and BRD4 andMediator have been shown to also occupy promoters of

active genes (Kagey et al., 2010; Zhang et al., 2012). Using these criteria, we identified transcriptionally active genes in MM1.S, U-87

MG, and H2171 cells (Table S1).

Defining Active Enhancers

Active enhancers form loops with promoters that are facilitated by theMediator complex (Kagey et al., 2010), thus we used regions of

ChIP-Seq enrichment for the Mediator complex component MED1 outside of promoters (e.g., a region not contained within ± 2.5kb

region flanking the promoter) to define active enhancers. In order to accurately capture dense clusters of enhancers, we allowed

MED1 regions within 12.5kb of one another to be stitched together (see Whyte et al., 2013). We noticed that in some cases stitched

regions in gene dense areas spanned multiple transcriptionally active genes and were likely not representative of enhancer clusters.

Thus, stitched regions spanning more than two promoters of active genes were excluded from the analysis. This analysis defined

enhancer regions in the MM1.S genome (Table S2). The samemethod was used to identify enhancers in the glioblastoma multiforme

cell line U-87 MG and in the small cell lung cancer cell line H2171 (Table S4). Data S1 contains hg18 genome coordinate tracks for all

enhancers in all profiled cell types in the form of a UCSC genome browser .bed file that can be uploaded and viewed at genome.ucsc.

edu (Data S1).

Creating Meta Representations of ChIP-Seq Occupancy at Active Enhancers and Promoters

Genome-wide average ‘‘meta’’ representations of ChIP-Seq occupancy at active enhancers and promoters were created by map-

ping ChIP-Seq read density to the 5kb regions flanking the center of active enhancer regions or transcription start sites (TSS) of active

genes. Each active enhancer or TSS region was split into one hundred 50bp bins. All active enhancer or TSS regions were then

aligned and the average background subtracted ChIP-Seq factor density in each bin was calculated to create a meta genome-

wide average in units of rpm/bp. See Figures 1B, 4D, S3E, S4A, and S4B.
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Correlating BRD4 and MED1 Occupancy with RNA Pol II at Promoters

All genes were ranked by increasing density of RNA Pol II ChIP-Seq reads in the promoter region (± 1kb of transcription start site

(TSS) and binned in increments of 100 genes. The median ChIP-Seq density for promoter regions within each bin was calculated

in rpm/bp for both RNA Pol II and BRD4 and plotted (BRD4) or shaded by binding density (RNA Pol II). The samemethod was applied

for MED1 in place of BRD4. See Figure 1C.

Defining Promoter Boundaries in MM1.S Cells

Promoter regions are typically defined as the ± several kb region centered on the TSS. In order to produce a more accurate and

gene specific definition of promoters, we used the promoter centric H3K4Me3 histone modification mark to delineate the span of

promoters for actively transcribed genes in MM1.S. At these genes, the boundaries of the directly overlapping H3K4Me3 ChIP-

Seq enriched region were used to define the upstream/downstream ends of the promoter.

Calculating Total ChIP-Seq Occupancy Signal at Enhancers and Promoters

The total ChIP-Seq occupancy signal at enhancers was calculated by first determining the average ChIP-Seq read density in the

entire enhancer region (rpm/bp). This value was multiplied by the length of the region to produce total ChIP-Seq occupancy in units

of total rpm. See Figures 2A, 7A, 7B, and S2A. For all cell lines used in this study the total MED1 ChIP-Seq occupancy signal at en-

hancers can be found in Table S2 (MM1.S) or Table S4 (GBM and SCLC).

The total ChIP-Seq occupancy signal at promoters was calculated similarly. In order to accurately compare signal at promoters to

that at enhancers, promoters that overlapped super-enhancers were excluded from analysis (Figure S2A).

Correlations of total BRD4 and MED1 occupancy signal at enhancers and promoters were calculated using a Pearson correlation

statistic (Figures S1A and S1B).

Identifying Super-Enhancers

We observed disproportionately high occupancy of factors such as MED1 and BRD4 at a subset of enhancers that we termed ‘‘su-

per-enhancers.’’ To formally identify super-enhancers, we first ranked all enhancers by increasing total background subtractedChIP-

Seq occupancy of MED1 (x axis), and plotted the total background subtracted ChIP-Seq occupancy of MED1 in units of total rpm

(y axis). This representation revealed a clear inflection point in the distribution of MED1 at enhancers (Figures 2A, 7A, and 7D). We

geometrically defined the inflection point and used it to establish the cut off for super-enhancers. Enhancers that were classified

as super-enhancers are noted in Table S2 (MM1.S) and Table S4 (GBM and SCLC).

Creating Metarepresentations of ChIP-Seq Occupancy at Typical Enhancers and Super-Enhancers

Genome-wide average ‘‘meta’’ representations of MED1 and BRD4 ChIP-Seq occupancy at typical enhancers and super-enhancers

were created by mapping MED1 and BRD4 ChIP-Seq read density to the enhancer regions and their corresponding ± 5kb flanking

regions. Each enhancer region was split into 100 equally sized bins. The flanking ± 5kb regions were split into 50bp bins. This split

all enhancer regions, regardless of their size, into 300 bins. All typical enhancer or super-enhancer regions were then aligned and the

average MED1 and BRD4 ChIP-Seq density in each bin was calculated to create a meta genome-wide average in units of rpm/bp. In

order to visualize the length disparity between typical and super-enhancer regions, the enhancer region (between its actual start and

end) was scaled relative to its average length. See Figure 2B (MM1.S), Figure 7B (GBM) and 7E (SCLC).

Characterizing Super-Enhancers

We calculated the total ChIP-Seq occupancy for MED1, BRD4, and H3K27Ac at super-enhancers and typical enhancers and deter-

mined the fold difference between the average signal at super-enhancers versus typical enhancers. ChIP-Seq density for MED1,

BRD4, and H3K27Ac were determined by calculating the average density of each factor in constituent regions of every enhancer.

See Figure 2B (MM1.S), Figure 7B (GBM) and 7E (SCLC).

Assigning Genes to Super-Enhancers

Transcriptionally active genes were assigned to enhancers using the following method: Enhancers tend to loop to and associate with

adjacent genes in order to activate their transcription (Ong and Corces, 2011). Most of these interactions occur within a distance of

�50kb of the enhancer (Chepelev et al., 2012). Using a simple proximity rule, we assigned all transcriptionally active genes (TSSs) to

super-enhancers within a 50kb window, a method shown to identify a large proportion of true enhancer/promoter interactions in em-

bryonic stem cells (Dixon et al., 2012). This identified 681 genes associated with super-enhancers in MM1.S cells (Table S3). The

same method was applied to identify super-enhancer-associated genes in GBM and SCLC (Table S5).

Calculating the Cell-Type Specificity of Enhancer-Associated Genes

Spike-in normalized gene expression levels for all genes in MM1.S cells were determined as previously described (RNA Extraction

and Synthetic RNA Spike-In and Microarray Sample Preparation and Analysis sections). The expression levels of genes associated

with typical enhancers or super-enhancers were compared using a Welch’s t test and found be statistically significant (p value < 2e-

16) (Figure 2D).

To evaluate the cell-type specificity of SE and typical enhancer -associated genes, we comparedMM1.S gene expression from the

data set (GSE17385) (Carrasco et al., 2007) to the largest matched microarray expression data set of normal human tissues

(GSE7307) on Affymetrix U133 plus 2.0 arrays from Gene Expression Omnibus (GEO). We used the three positive controls from

GSE17385 and the 504 samples of normal human tissues from GSE7307 for the analysis. All .CEL files were MAS5 normalized

together and probe level intensities were reported using standard Affymetrix CDF. We used the entropy-based measure JS diver-

gence to quantify cell-type specificity (Cabili et al., 2011). For each triplicate of MM1.S expression data set from GSE7307, the JS

divergence quantified the similarity between a probe’s expression pattern across the MM1.S data set and the 504 samples of normal
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human tissues and a pre-defined pattern that represents an extreme case in which the probe is expressed only in MM1.S. The JS

divergence statistic was converted to a Z-score to give a relative measure of the cell type specificity of genes in MM1.S compared

to the average gene. A similar comparison of cell type specificity Z-scores also showed a statistically significant difference between

genes associated with typical or super-enhancers (p value = 1e-14) (Figure 2D).

Quantifying Effects of JQ1 Treatment on BRD4 Occupancy Genome Wide

In order to quantify the effects of JQ1 treatment on the genomic occupancy of BRD4, we first calculated average BRD4 occupancy (in

units of rpm/bp) at BRD4 enriched regions in DMSO treated cells. We next calculated the average BRD4 occupancy in those same

regions in cells treated with 500 nM JQ1 for 6 hr. The distributions of BRD4 at enriched regions are plotted (Figure 4B). The difference

in the distributions of BRD4was compared using aWelch’s t test and found to be statistically significant (p value < 1e-16) (Figure 4B).

Quantifying Effects of JQ1 Treatment on BRD4 Occupancy at Active Enhancers

In order to quantify the effects of JQ1 treatment on the genomic occupancy of BRD4 at active enhancers, we first calculated the

BRD4 occupancy at typical enhancers or super-enhancers in DMSO and various concentrations of JQ1. The loss of BRD4 at typical

enhancers or super-enhancers was quantified as the fraction of BRD4 occupancy remaining compared toDMSO. The average loss of

BRD4 at typical enhancers and super-enhancers is plotted for DMSO and 5 nM, 50 nM, 500 nM JQ1 treatment in Figure 5F. 95%

confidence intervals were determined by performing 10,000 random samplings (with replacement) of either super-enhancers or

typical enhancers. Sample sizes were identical between typical enhancers and super-enhancers. The differences in the mean

loss of BRD4 between typical enhancers and super-enhancers were also deemed significant (p value < 1e-8) at 5 nM, 50 nM, and

500 nM JQ1 treatment (Figure 5F) using a Welch’s t test.

Quantifying Effects of JQ1 Treatment on Gene Expression in MM1.S

Spike-in normalized gene expression levels for all genes were determined as previously described (RNA Extraction and Synthetic

RNA Spike-In and Microarray Sample Preparation and Analysis sections). In order to quantify changes in gene expression as a func-

tion of JQ1 treatment in a time or dose dependent manner, expression levels were first calculated for either super-enhancer or typical

enhancer-associated genes (Figures 6B and 6C). For time dependent changes, the Log2 fold change in expression was calculated

relative to untreated control cells. For dose dependent changes, the Log2 fold change in expression was calculated relative to DMSO

treated cells. The average change in gene expression at super-enhancer or typical enhancer-associated genes was calculated at

each time point or dose. In order to determine the significance of changes in the mean between super-enhancer and typical

enhancer-associated genes, 95%confidence intervals were determined by performing 10,000 random samplings (with replacement)

of the mean change for each set of genes. Sample sizes were identical between typical enhancer and super-enhancer-associated

genes. We also determined the significance of the difference between distributions of gene expression values for super-enhancer

and typical enhancer –associated genes at each time point or dose. Changes were significant over time at 3 and 6 hr after

500 nM JQ1 treatment (p value < 1e-8, Figure 6B). Changes were significant after 6 hr JQ1 treatments at doses of 50 nM,

500 nM, and 5,000 nM (p value < 1e-8, Figure 6C). Identical analysis was performed comparing changes in gene expression between

super-enhancer-associated genes with multiple typical enhancers (Figures S3C and S3D). Changes were significant over time at 6 hr

after 500 nM JQ1 treatment (p value = 0.03, Figure S3C). Changes were significant after 6 hr JQ1 treatments at a dose of 500 nM

(p value = 0.052, Figure S3D).

Quantifying Effects of JQ1 Treatment on CDK9 and MED1 Occupancy at Promoters and Enhancers

We quantified changes in CDK9 and MED1 occupancy by calculating changes in CDK9 and MED1 ChIP-Seq occupancy at pro-

moters, typical enhancers, and super-enhancers. Since super-enhancers often contain TSS overlapping regions, we used

H3K4Me3 promoter definitions (Figure S2B) to exclude TSS overlapping super-enhancers. The change in CDK9 and MED1 occu-

pancy was quantified as the fraction of factor occupancy remaining after 500 nM JQ1 treatment for 6 hr compared to DMSO. The

average change in CDK9 and MED1 at promoters, typical enhancers, and super-enhancers is plotted in Figure 6F. To show the sig-

nificance of changes in themean, 95% confidence intervals were determined by performing 10,000 random samplings (with replace-

ment) of the mean change at either super-enhancers or typical enhancers.

In order to determine the changes in CDK9 andMED1 occupancy at TSS overlapping and TSS distal portions of super-enhancers,

we split super-enhancers into TSS proximal and TSS distal regions (Figure S3F). The average change in CDK9 and MED1 at super-

enhancer TSS proximal and TSS distal regions is plotted in Figure S3F. To show the significance of changes in the mean, 95% con-

fidence intervals were determined by performing 10,000 random samplings (with replacement) of the mean change at either super-

enhancers or typical enhancers.

Quantifying Effects of JQ1 Treatment on Transcription Elongation

We quantified the effects of JQ1 treatment on transcription elongation of genes by measuring the change in RNA Pol II density in the

elongating gene body region of genes. The elongating region of genes was defined as the region beginning 300bp downstream of the

TSS and extending 3,000 bp past the annotated 30 end of the transcript. RNA Pol II density (rpm/bp) was calculated in this region for

all transcribed genes in cells treated with DMSO or 500 nM JQ1. The Log2 fold change in RNA Pol II density ± 500 nM JQ1 treatment

was calculated for all actively transcribed genes (Figure 6G).

To quantify the effects of JQ1 treatment on RNA Pol II elongation at typical or super-enhancer-associated genes, the Log2 fold

change in RNA Pol II density ± 500 nM JQ1 treatment was calculated for typical enhancer or super-enhancer-associated genes.

The distributions of changes in RNAPol II occupancy were statistically different as determined by a two sample Kolmogorov-Smirnov

(KS) test (Figure S3G, p value < 2e-16). The average change in RNA Pol II between the two groups of genes was also examined
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(Figure 6H) and the significance of change was shown using plotted 95% confidence intervals determined by performing 10,000

random samplings (with replacement) of the mean change for either super-enhancer or typical enhancer-associated genes.
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Figure S1. Mediator and BRD4 Co-occupy Promoters of Active Genes in Multiple Myeloma, Related to Figure 1

(A) Scatter plots showing the relationship betweenMED1 (x axis) and BRD4 (y axis) ChIP-Seq occupancy at individual enhancers in MM1.S cells. Units are in total

ChIP-Seq reads per million in enhancer regions. The Pearson correlation score between MED1 and BRD4 is displayed (r = 0.91).

(B) Scatter plots showing the relationship between MED1 (x axis) and BRD4 (y axis) ChIP-Seq occupancy at individual promoters of actively transcribed genes in

MM1.S cells. Units are in total ChIP-Seq reads per million in enhancer regions. The Pearson correlation score between MED1 and BRD4 is displayed (r = 0.81).

(C) Pie chart showing the overlap of BRD4 regions with either MED1 or H3K27Ac regions. BRD4 regions that overlap either a MED1 or H3K27Ac enriched region

are shaded in red. BRD4 regions without any overlap are shaded in gray.
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Figure S2. Super-Enhancers Identified in Multiple Myeloma, Related to Figure 2

(A) Left: Total MED1ChIP-Seq signal in units of reads per million in enhancer regions for all enhancers inMM1.S. Enhancers are ranked by increasingMED1 ChIP-

Seq signal. Right: Total MED1ChIP-Seq signal in units of reads permillion in promoter regions for all promoters of actively transcribed genes inMM1.S that do not

overlap with a super-enhancer. Promoters are ranked by increasing MED1 ChIP-Seq signal. In both plots, y axis shows MED1 signal from 0 to 500,000.
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Figure S3. Transcription of Super-Enhancer-Associated Genes Is Highly Sensitive to BRD4 Inhibition, Related to Figure 6

(A and B) Heatmap of changes in gene expression for all actively transcribed genes after treatment with 500 nM JQ1 at various time points (A) or after treatment

with various doses of JQ1 for 6 hr (B). Each line in the heatmap shows a single gene and is shaded relative to the change in gene expression compared to control

untreated cells. Genes are ranked by average fold loss across the time course. The key on the right shows the relationship between color and change in gene

expression with green indicative of loss of gene expression.

(C and D) Line graph showing the Log2 change in gene expression versus control cells after JQ1 treatment in a time- (C) or dose (D)-dependent manner for genes

associated with multiple typical enhancers (gray line) or genes associated with super-enhancers (red line). The y axis shows the Log2 change in gene expression

of JQ1 treated versus untreated control cells. The x axis shows time of 500 nM JQ1 treatment (C) or JQ1 treatment concentration at 6 hr (D). Error bars represent

95% confidence intervals of the mean (95% CI).

(E) Meta-gene representation of global CDK9 occupancy at enhancers and promoters. The x axis shows the ± 2.5kb region flanking either the center of enhancer

regions (left) or the TSS of active genes. The y axis shows the average background subtracted ChIP-Seq signal in units of rpm/bp.

(F) Bar graphs showing the percentage loss of either MED1 (left, red) or CDK9 (right, green) at super-enhancer regions that are TSS proximal (left) or TSS distal

(right). Error bars represent 95% confidence intervals of the mean (95% CI).

(G) Histograms showing the distribution of changes in RNA Pol II density in the elongating gene body region of genes for typical enhancer-associated genes (top,

gray) or super-enhancer-associated genes (bottom, red). Themedian of the distribution is shownwith a line. x axis shows the Log2 change in RNA Pol II density in

the elongating gene body region. y axis shows probability density of the distribution. The difference is distributions is significant by a Kolmogorov-Smirnov (KS)

test (p value < 2e-16).
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Figure S4. Super-Enhancers Are Associated with Key Genes in Other Cancers, Related to Figure 7

(A) Meta-gene representation of global MED1, BRD4, H3K27Ac, and H3K4Me3 occupancy at enhancers and promoters in the glioblastoma multiforme cell line

U-87 MG. The x axis shows the ± 2.5kb region flanking either the center of enhancer regions (left) or the transcription start site (TSS) of active genes. The y axis

shows the average background subtracted ChIP-Seq signal in units of rpm/bp.

(B) Meta-gene representation of global MED1, BRD4, H3K27Ac, and H3K4Me3 occupancy at enhancers and promoters in the small cell lung cancer cell line

H2171. The x axis shows the ± 2.5kb region flanking either the center of enhancer regions (left) or the transcription start site (TSS) of active genes. The y axis

shows the average background subtracted ChIP-Seq signal in units of rpm/bp.

S10 Cell 153, 320–334, April 11, 2013 ª2013 Elsevier Inc.


	Selective Inhibition of Tumor Oncogenes by Disruption of Super-Enhancers
	Introduction
	Results
	BRD4 and Mediator Co-occupy Promoters of Active Genes in Multiple Myeloma
	Super-Enhancers Are Associated with Key Multiple Myeloma Genes
	Inhibition of BRD4 Leads to Displacement of BRD4 Genome Wide
	Transcription of Super-Enhancer-Associated Genes Is Highly Sensitive to BRD4 Inhibition
	BRD4 Inhibition and Transcription Elongation
	Super-Enhancers Are Associated with Disease-Critical Genes in Other Cancers

	Discussion
	Experimental Procedures
	Cell Culture
	ChIP-Seq
	Luciferase Reporter Assays
	Cell Viability Assays
	Western Blotting
	Data Analysis

	Accession Numbers
	Supplemental Information
	Acknowledgments
	References

	Supplemental Information
	Extended Experimental Procedures
	Cell Culture
	Chromatin Immunoprecipitation
	Illumina Sequencing and Library Generation
	Luciferase Reporter Assays
	Cell Viability Assays
	Western Blotting
	RNA Extraction and Synthetic RNA Spike-In
	Microarray Sample Preparation and Analysis
	Data Analysis
	Accessing Data Generated in This Manuscript
	Gene Sets and Annotations
	BRD4 Expression in Human Tissues
	ChIP-Seq Data Processing
	Calculating Read Density
	Identifying ChIP-Seq-Enriched Regions
	Defining Actively Transcribed Genes
	Defining Active Enhancers
	Creating Meta Representations of ChIP-Seq Occupancy at Active Enhancers and Promoters
	Correlating BRD4 and MED1 Occupancy with RNA Pol II at Promoters
	Defining Promoter Boundaries in MM1.S Cells
	Calculating Total ChIP-Seq Occupancy Signal at Enhancers and Promoters
	Identifying Super-Enhancers
	Creating Metarepresentations of ChIP-Seq Occupancy at Typical Enhancers and Super-Enhancers
	Characterizing Super-Enhancers
	Assigning Genes to Super-Enhancers
	Calculating the Cell-Type Specificity of Enhancer-Associated Genes
	Quantifying Effects of JQ1 Treatment on BRD4 Occupancy Genome Wide
	Quantifying Effects of JQ1 Treatment on BRD4 Occupancy at Active Enhancers
	Quantifying Effects of JQ1 Treatment on Gene Expression in MM1.S
	Quantifying Effects of JQ1 Treatment on CDK9 and MED1 Occupancy at Promoters and Enhancers
	Quantifying Effects of JQ1 Treatment on Transcription Elongation

	Supplemental References





